A simple tool for drawing proteolytic peptide maps.
I describe a simple standalone program that assists in the preparation of peptide digestion maps. These are useful for comparative studies and for locating peptides within a primary sequence. The program creates an output file as scalable vector graphics that can then be viewed in a web browser or imported into a graphics-editing program. The program, as a standalone executable, is available upon request from the author. r.beynon@liv.ac.uk.